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Entry name 

Primary accession number 
Secondary accession number 
Entered in Swiss-Prot in 
Sequence was last modified in 
Annotations were last modified in 
Name and origin of the protein 
Protein name 
Synonyms 



TOXA^PSEAE 
P11439 

Q9I4I7 

Release 12, October 1989 
Release 40, October 2001 
Release 46, February 2005 



Gene name 

From 
Taxonomy 



Exotoxin A [Precursor] 

NAD-dependent ADP-ribosyltransferase 
EC 2.4.2.- 

Name: eta 

OrderedLocusNames: PA1148 

Pseudomonas aeruginosa [TaxID: 287] 

Bacteria; Proteobacteria; Gammaproteobacteria; Pseudomonadales; 
Pseudomonadaceae; Pseudomonas. 
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Comments 

• FUNCTION: This toxin is a NAD-dependent ADP-ribosyltransferase. It catalyzes the transfer of 
the ADP ribosyl moiety of oxidized NAD onto elongation factor 2 (EF-2) thus arresting protein 
synthesis. 

• PTM\ The 8 cysteines participate in intrachain disulfide bonds. 
Copyright 

This Swiss-Prot entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and 
the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use as long as its content is in 
no way modified and this statement is not removed. 

Cross-references 

px^T K01397; AAB59097.1; -. [EMBL / GenBank / DDBJ] [CoDingSequence] 



http://us.expasy.org/cgi-bin/niceprot.pl7P11439 



3/15/05 



UniProt entry PI 1439 [TOXA_PSEAE] Exotoxin A 



Page 3 of 6 



PIR 



AE004544; AAG04537.1; -.[EMBL / GenBank / DDBJ] [CoDingSequence] 
A30347; A30347. 
C83503; C83503. 

1 AER; X-ray; A=425-634, B=425-625.[ExPASy / RCSB / EBI] 



PDB 



SWISS-3DIMAGE 
CMR 

InterPro 

ProDom 

HOBACGEN 

BLOCKS 

ProtoNet 

ProtoMap 

PRESAGE 

DIP 

ModBase 
SMR 

SWISS-2DPAGE 

UniRef 

Keywords 



[ExPASy / RCSB / EBI] 
[ExPASy / RCSB / EBI] 
[ExPASy / RCSB / EBI] 



IDMA; X-ray; A/B=425-638. 
IIKP; X-ray; A=26-638. 
IDCQ; X-ray; A=26-638. 
Detailed list of linked structures. 
P11439. 

P11439;PA1148. 

IPR008985; ConA_like_lec_gl. 
Graphical view of domain structure. 

[Domain structure / List of seq. sharing at least 1 domain] 

[Family / Alignment / Tree] 

PI 1439 

PI 1439 

PI 1439 

PI 1439 

PI 1439 

PI 1439 

PI 1439; 7B9AAD56A27C700A. 
Get region on 2D PAGE. 

View cluster of proteins with at least 50% / 90% identity. 



3D-structure; Complete proteome; Direct protein sequencing; Glycosyltransferase; NAD; Signal; 
Toxin; Transferase. 

Features 



Feature table viewer 




Feature aligner 



Key 


Prom 
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SIGNAL 


1 


25 
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CHAIN 


26 


638 


613 


Exotoxin A. 


DOMAIN 


26 


277 


252 


lA (required for target cell recognition) . 


DOMAIN 


278 


389 


112 


II (required for translocation in target cell 
cytoplasm) . 


DOMAIN 


390 


429 


40 


IB. 


DOMAIN 


430 


638 


209 


Ill (required for ADP-ribosyl activity) . 


NP_BIND 


465 


481 


17 
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DISULFID 
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CONFLICT 
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T -> I (in Ref . 1) . 
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F -> S (in Ref. 1) . 
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A -> T (in Ref. 1) . [A 
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S -> N (in Ref. 1) 
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I -> V (in Ref. 1) . 
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Sequence information 

Length: 638 AA [This is the Molecular weight: 69284 Da ^„ , , . . ^ . 

length of the unprocessed [This is the MW of the CRC64: 7B9AAD56A27C700A [This 

precursor] unprocessed precursor] ^ checksum on the sequence] 

10^ 20 30 40 50 60 

MHLTPHWIPL VASLGLLAGG SFASAAEEAF DLWNECAKAC VLDLKDGVRS SRMSVDPAIA 
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70 80 90 100 110 120 
DTNGQGVLHY SMVLEGGNDA LKLAIDNALS ITSDGLTIRL EGGVEPNKPV RYSYTRQARG 

130 140 150 160 170 180 

SWSLNWLVPI GHEKPSNIKV FIHELNAGNQ LSHMSPIYTI EMGDELLAKL ARDATFFVRA 

190 200 210 220 230 240 
HESNEMQPTL AISHAGVSW MAQAQPRREK RWSEWASGKV LCLLDPLDGV YNYLAQQRCN 

250 260 270 280 290 300 

LDDTWEGKIY RVLAGNPAKH DLDIKPTVIS HRLHFPEGGS LAALTAHQAC HLPLETFTRH 

310 320 330 340 350 360 

RQPRGWEQLE QCGYPVQRLV ALYLAARLSW NQVDQVIRNA LASPGSGGDL GEAIREQPEQ 

370 380^ 390^ 400^ 410 420 

ARLALTLAAA ESERFVRQGT GNDEAGAASA DWSLTCPVA AGECAGPADS GDALLERNYP 

430^ 440^ 450^ 460^ 470^ 480 

TGAEFLGDGG DISFSTRGTQ NWTVERLLQA HRQLEERGYV FVGYHGTFLE AAQSIVFGGV 

490 500 510 520 530 540 

RARSQDLDAI WRGFYIAGDP ALAYGYAQDQ EPDARGRIRN GALLRVYVPR SSLPGFYRTG 

550 560 570 580 590 600 

LTLAAPEAAG EVERLIGHPL PLRLDAITGP EEEGGRLETI LGWPLAERTV VIPSAIPTDP 

610^ 620^ 630 

RNVGGDLDPS SIPDKEQAIS ALPDYASQPG KPPREDLK PI 1439 in FASTA 
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